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Smoking Variable 2

Smoking Variable
The smoking classification variable ('never', 'former', and 'current smokers') is based on three raw questionnaire variables:
SM1:
Have you ever smoked at least one cigarette per day for six months or longer
SM2:
Have you ever smoked at least one cigarette per month for one year or longer
SM4.
Have you smoked at least one cigarette per day, on average, over the past 12 months
Women who answered yes to both SM1 and SM4 were classified as current smokers and women who answered yes to SM1 and no to SM4 were classified as former smokers. Women who answered no to both SM1 and SM2 were classified as never smokers. Detailed information was collected by decade of life on smoking dose, duration, and periods of quitting for all current and former smokers, and used to construct estimates of duration, pack-years, and time since quitting.
Information on obtaining questionnaires is available through the Sister Study website:
http://sisterstudy.niehs.nih.gov (NIEHS, 2014) . 
